: The present research communication describes development of kNN and 3D QSAR models for identification of structural features which are responsible for antimycobacterial activity of Thiazolidinone.
most lethal more than 30 % death of the HIV are 1 due to the tuberculosis infection . The Emergence of the MDR and XDR tuberculosis making the problem of the tuberculosis more and more critical. MDR and XDR are the resistant form of the tuberculosis in which Mycobacterium tuberculosis become resistant towards majority of the 2 antitubercular drugs in the clinical use . Number of chemical structures were reported for antimycobacterial potential but no single of them is come in to the clinical use due to their pharmacokinetic and pharmacodynamics limitations. Bedaquiline is first antimycobacterial agent approved in last decade, which indicates there is increasing need of the rational development of the novel antimycobacterial [3] [4] agents . Computational methodologies like QSAR, Pharmacophore modelling and molecular docking have proved their efficiencies in development of novel NCE with desirable biological activity. Quantitative structure activity relationship (QSAR) analysis is correlative analysis between biological activity and structural properties of the molecules, which are utilized to identify the fundamental structural properties responsible for biological effect of the molecules. In 3D QSAR analysis 3D coordinates of the molecules in terms of the 3D interaction field which are contributors of the drug receptors interactions are calculated and correlated [5] [6] with biological activity . These interaction fields are steric, hydrophilic and electrostatic interaction fields. K-nearest neighbor Molecular Field Analysis (kNN [7] [8] [9] MFA) analysis is a pattern recognition method .In this method, an unknown pattern is classified according to the majority of the class memberships of its k nearest neighbors in the training set. Here we are reporting 3DQSAR and kNN MFA analysis on the series of thiazolidinone as antimycobacterial. The model derived from this investigation having good predictive ability will be utilized for development of novel antimycobacterial agents. 
Selection of Data set :
The structures and activity of the selected molecules are reported in table No 1. Selected molecules were randomly divided in to the training set of 16 molecules and test set 08 molecules. Training set of 16 molecules was utilized for construction of QSAR models while test set is utilized to validate the constructed model.
Descriptor Calculation :
QSAR studies using Partial Least Square Regression :
Molecular properties in term of descriptors were calculated by using QSAR module of Vlife MDS 4.4. Molecular descriptor is nothing but the hydrophilic, steric and electrostatic interaction energies which are computed at the lattice points of the grid using a CH probe of charge +1. 3 Establishment of relationship between independent and dependent variables were done by multiple linear regression analysis. Linear regression is achieved by fitting straight line to the data. The QSAR models having correlation coefficients above 0.7 were selected for statistical analysis. The selected models were further scrutinized for their other statistical parameters like q , and F test, r pred. The selected models were shown in 
RESULTS AND DISCUSSION

Interpretation of 3DQSAR Models :
In present research communication congeneric series of 24 thiazolidinone derivatives with regularly distributed antitubercular activity are utilized to derive 3DQSAR and kNN MFA models. The training set of 16 molecules and test set of 8 molecules was utilized, for development QSAR models which are given in figure 2 and figure  6 . The steric interaction energies at lattice point S_1000 and S_602 are positively contributing towards antitubercular activity of thiazolidinone derivatives which indicates increase in size of the ring around R substitution will potentiate the 2 antitubercular activity. Substitutions of bicyclic rings like naphthalene, quinoline and isoquinoline will lead to development of potent molecules. Electrostatic interaction at E_1122 is negatively contributing for biological activity, which indicates substitution of electron withdrawing groups at R will lead to 1 increase biological activity. Substitutions like NO , 2 OCH in R ring will lead to more potent 
